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12 240 cellular responses, chondrocytes differentiation, and MMR. Exclusive SNV for the skin 241 lymphoma were found in the following genes: IDH1, CASP8, ACVR2A, KRAS, IGF2, and 242 POLD1. All of these genes are part of the electron acceptor, cell apoptosis, oncogene, growth, 243 replication, and repair. 466 Fragment length analysis was done from multiplexed PCRs of gDNA from tumor and normal 467 tissue as described (9) . To identify potential MLH1 target genes, a panel (n=26) was screened.
468 Primers were designed using Primer3 software to yield short amplicons (≤200 bp).
